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<400> 1 

catatgcagg cgaactcctg \tagtacgcc cgttctgacc tgcggttatg tgtcgaggtg 

aatctccggt gaattcttat a^ataacttg tttttgcagg tcaggacggg gttaagggga 

tgggtgttat ctgtcagtat gtgaggagat caaggtgttg ggggttctag ttgctaagat 

ggtgaaaacc cgtgaggcca aaanccaact gggtgaatta cccctgcata aatgcatgag 

ggctttatac ttgtcttatt attaa^cttt tagggttttg atgcaggaag gtgcgagaac 

ttg get gat act gag cgc gag Vtc get gac ctg gta ccg cag gca acg 
Met Ala Asp Thr Glu Arg Glu Aeu Ala Asp Leu Val Pro Gin Ala Thr 
1 5 \ 10 15 

gcg ggc gat cgt egg gca ttg caA aga ata atg gag att att cac ccc 
Ala Gly Asp Arg Arg Ala Leu Gln\Arg lie Met Glu lie lie His Pro 
20 \ 25 30 

att gtt ttg cgt tat get cgc get cVft att gga ggt gga cgc cag cca 
lie Val Leu Arg Tyr Ala Arg Ala AAg lie Gly Gly Gly Arg Gin Pro 
35 40 \ 45 



acg gca gaa gac gtt get caa gaa ate 
Thr Ala Glu Asp Val Ala Gin Glu lie 
50 55 



^:gc ctg gcg gta gec acc tec 
s Leu Ala Val Ala Thr Ser 
60 



att agg aac ttt gtc gac cag ggt agg ccg\ ttc atg gcg ttt gtc tac 
lie Arg Asn Phe Val Asp Gin Gly Arg Pro Vhe Met Ala Phe Val Tyr 
65 70 \75 80 



ggc att gca tct aac aag gtc gca gat get ca\c agg gcg atg teg agg 
Gly He Ala Ser Asn Lys Val Ala Asp Ala HiA Arg Ala Met Ser Arg 
85 90 \ 95 
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21 



*7 



gat aaa teg tect cct att gag gaa gtc cca gaa 
Asp Lys Ser Vhr Pro lie Glu Glu Val Pro Glu 
\00 105 

ttt acc ccc gay gac ttt gcg ctg gtc age gat 
Phe Thr Pro Gl\ Asp Phe Ala Leu Val Ser Asp 
115 \ 120 

agg gaa ctt etc Vfat eta ctg agt gaa aag gca 
Arg Glu Leu Leu Asp Leu Leu Ser Glu Lys Ala 
130 \ 135 

ttg aga gtt ate gtt ggt ctt tec gca gaa gaa 
Leu Arg Val lie VaJA Gly Leu Ser Ala Glu Glu 
145 \150 155 

ggc age acc cca ggt hct gta cga gtt gee caa 
Gly Ser Thr Pro Gly Ala Val Arg Val Ala Gin 
165 \ 170 

aca ctt cga age aca ctk gag cag cag gag aac 
Thr Leu Arg Ser Thr Leu\ Glu Gin Gin Glu Asn 
180 \ 185 



act tea cca gat act 636 
Thr Ser Pro Asp Thr 
110 

gga agt aac aga gtt 684 
Gly Ser Asn Arg Val 
125 

cgc gac att ctt ate 732 

Arg Asp lie Leu lie 

140 

act gca gag atg gtg 780 
Thr Ala Glu Met Val 
160 

cac agg gca etc acg 828 
His Arg Ala Leu Thr 
175 

aag taatgactcg 874 
Lys 



aegtctacat ggtggtgagc aggatggeca ggaacacgtt 

gttcgacgac gaegegttet tgactgacct gtcccgcggc 

tgacgccctc gctggcctcc tcctcSrattt aacaaaggaa 

aatgeeggat tggtctactt tgctccd^tgg aattttggat 
ggaatccact tegga 



aaaggacagc taaagcagct 
gttgatccct cagagggega 
gctcaggagc cgccggcaac 
caggatcagg atttgecagt 
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<210> 2 

<211> 188 

<212> PRT 

<213> Corynebacterium glutamicum 

<400> 2 

Met Ala Asp Thr Glu Arg Glu Leu Ala\ Asp Leu Val Pro Gin Ala Thr 
1 5 \ 10 15 

Ala Gly Asp Arg Arg Ala Leu Gin Arg Ale Met Glu lie lie His Pro 
20 25 \ 30 

lie Val Leu Arg Tyr Ala Arg Ala Arg Ilk Gly Gly Gly Arg Gin Pro 
35 40 \ 45 

Thr Ala Glu Asp Val Ala Gin Glu lie Cys Veu Ala Val Ala Thr Ser 
50 55 \ 60 

lie Arg Asn Phe Val Asp Gin Gly Arg Pro Ph\e Met Ala Phe Val Tyr 
65 70 l\ 80 

Gly lie Ala Ser Asn Lys Val Ala Asp Ala HisWg Ala Met Ser Arg 
85 90 \ 95 
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Asp Lys Ser Thr Pto lie Glu Glu Val Pro Glu Thr Ser Pro Asp Thr 
100 \ 105 HO 

Phe Thr Pro Glu Ash Phe Ala Leu Val Ser Asp Gly Ser Asn Arg Val 
115 \ 120 125 

Arg Glu Leu Leu Asp \Leu Leu Ser Glu Lys Ala Arg Asp lie Leu lie 
130 \ 135 140 

Leu Arg Val lie Val G^y Leu Ser Ala Glu Glu Thr Ala Glu Met Val 
145 15,0 155 160 

Gly Ser Thr Pro Gly AlA Val Arg Val Ala Gin His Arg Ala Leu Thr 
165 \ 170 175 

Thr Leu Arg Ser Thr Leu blu Gin Gin Glu Asn Lys 
180 V 185 



